ABSTRACT Methylocystis heyeri H2 T is an aerobic facultative methanotroph which was isolated from an acidic Sphagnum peat bog lake and is a common inhabitant of peatland ecosystems. This bacterium possesses two particulate methane monooxygenases with low and high affinity to methane and a number of genomic adaptations to acidic conditions.
assimilation was present. The complete ethylmalonyl-coenzyme A (ethylmalonyl-CoA) pathway and aldehyde and alcohol dehydrogenases detected in the genome provide the possibility for growth on acetate or ethanol. The presence of the genes encoding the molybdenum-iron (Mo) and vanadium-iron (V) types of nitrogenase provides the ability for nitrogen fixation. The V-nitrogenase is found only in a limited number of microorganisms, including another peat-inhabiting methanotroph (12) . Acid resistance mechanisms identified in the genome include potassium uptake systems such as Trkand Kef-type potassium transporters and a Kup-type low-affinity potassium transporter, as well as a Kdp-type high-affinity potassium transporter.
Data availability. This whole-genome shotgun project has been deposited in GenBank under the accession number SOPH00000000 (BioProject accession number PRJNA528078). The PacBio reads are available in the SRA under accession number SRP189702. The version described in this paper is the first version, SOPH01000000.
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